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Figure 4A Mass spectrum of peak 10 from figure 3B 
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Mass spectrum of peak 11 from figure 3B 
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Mass spectrum of peak 12 from figure 3B 
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4D Mass spectrum of peak 13 from figure 3B 
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AT GAA GCT TTA TAA GAA 2TT AGT TTT CTC T6G TGA GAG AGA AAT TNT 47 

GTC AAT TGG TAG TGA CAG 'T6 AAG CAA GAG GAA CAA CAA GGA TGG TTG 9S 

6T6 NT6 AT6 CTG ATG TGG "GA TGT GTT ATT CAT CAA ATA CTA AAT ACT 143 

ACA TTA CTT GTT GCT GCC "AC TTC TCC TAT TTC CTC CGC CAC CCA TTT 191 

TGG ACC CAC 6AN CCT TCC ATT TAA ACC CTC TCT CGT GCT ATT CAC CAG 239 

AAG AGA AGC CAA GAG AGA GAG AGA GAG AAT GTT CTG AGG ATC ATT GTC 287 

TTC TTC ATC GTT ATT AAC GTA AGT TTT TTT TGA CCA CTC ATA TCT AAA 335 

ATC TAG TAC ATG CAA TAG ATT AAT GAC TGT TCC TTC TTT TGA TAT TTT 383 

Ket Gly Ala Gly Gly Arg He Met Val Thr 10 

CAG CTT CTT GAA TTC AAG ATG GGT GCT GGT GGA AGA ATA ATG GTT ACC 431 

Pro Ser Ser Lys Lys Ser Glu Thr Glu aU Leu Lys Arg Gly Pro Cys 26 

CCC TCT TCC AAG AAA TCA GAA ACT GAA GCC CTA AAA CGT GGA CCA TGT 479 

Glu Lys Pro Pro Phe Thr Val Lys Asp Leu Lys Lys ' Ala lie Pro Gin 42 

GAG AAA CCA CCA TTC ACT GTT AAA GAT CTG AAG AAA 6CA ATC CCA CAG 527 

His Cys Phe Lys Arg Ser lie Pro Arg Ser Phe Ser Tyr Leu Leu Thr 58 

CAT TGT TTC AAG CGC TCT ATC CCT CGT TCT TTC TCC TAC CTT CTC ACA 575 

Asp lie Thr Leu Val Ser Cys Phe Tyr Tyr Val Ala Thr Asn Tyr Phe 74 

GAT ATC ACT TTA GTT TCT TGC TTC TAC TAC GTT GCC ACA AAT TAC TTC 623 

Ser Leu Leu Pro Gin Pro Leu Ser Thr Tyr Leu Ala Trp Pro Leu Tyr 90 

TCT CTT CTT CCT CAG CCT CTC TCT ACT TAC CTA GCT TGG CCT CTC TAT 671 

Trp Val Cys Gin Gly Cys Val Leu Thr Gly He Trp Val He Gly His 106 
TGG GTA TGT CAA GGC TGT GTC TTA ACC GGT ATC TGG GTC ATT GGC CAT 719 

Glu Cys Gly His His Ala Phe Ser Asp Tyr Gin Trp Val Asp Asp Thr 122 
GAA TGT GGT CAC CAT 6CA TTC AGT GAC TAT CAA TGG GTA GAT GAC ACT 767 

Val Gly Phe He Phe His Ser Phe Leu Leu Val Pro Tyr Phe Ser Trp 138 
GTT GGT TTT ATC TTC CAT TCC TTC CTT CTC GTC CCT TAC TTC TCC TGG 815 

Lys Tyr Ser His Arg Arg His His Ser Asn Asn Gly Ser Leu Glu Lys 154 
AAA TAC AGT CAT CGT CGT CAC CAT TCC AAC AAT GGA TCT CTC GAG AAA 863 

Asp Glu Val Phe Val Pro Pro Lys Lys Ala Ala Val Lys Trp Tyr Val 170 
GAT GAA GTC TTT GTC CCA CC6 AAG AAA GCT 6CA GTC AAA TGG TAT GTT 911 

Lys Tyr Leu Asn Asn Pro Leu Gly Arg He Leu Val leu Thr Val Gin 166 
AAA TAC CTC AAC AAC CCT CTT GGA CGC ATT CTG GT6 TTA ACA GTT CAG 959 
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Phe He Leu Gly Trp Pro Leu Tyr Leu Ala Phe Asn Val Ser Q\y Arg 202 

TTT ATC CTC GGG TGG CCT TTG TAT CTA GCC TTT AAT GTA TCA GGT AGA 1007 

Pro Tyr Asp Gly Phe Ala Ser H)S Phe Phe Pro His Ala Pro lie Phe 218 

CCT TAT GAT GGT TTC GCT TCA CAT TTC TTC CCT CAT GCA CCT ATC TTT 105S 

Lys Asp Arg Glu Arg Leu Gin Me Tyr He Ser Asp Ala Gly He Leu 234 

AAA GAC CGA GAA CGC CTC CAG ATA TAC ATC TCA GAT GCT GGT ATT CTA 1103 

Ala Val Cys Tyr Gly Leu Tyr Arg Tyr Ala Ala Ser Gin Gly Leu Thr 250 

GCT GTC TGT TAT GGT CTT TAC CGT TAC GCT GCT TCA CAA 6GA TTG ACT liSl 

Ala Net lie Cys Val Tyr Gly Val Pro Leu Leu lie Val Asn Phe Phe 266 

GCT ATG ATC TGC GTC TAT GGA GTA CCG CTT TTG ATA GTG AAC TTT TTC 1199 

Leu Val Leu Val Thr Phe Leu Gin His Thr His Pro Ser Leu Pro His 282 

CTT GTC TTG GTA ACT TTC TTG CAG CAC ACT CAT CCT TCG TTA CCT CAT 1247 

Tyr Asp Ser Thr Glu Trp Glu Trp lie Arg Gly Ala Leu Val Thr Val 298 

TAT GAT TCA ACC GAG TGG GAA TGG ATT AGA GGA GCT TTG GTT ACG GTA 1295 

Asp Arg Asp Tyr Gly He Leu Asn Lys Val Phe His Asn He Thr Asp 314 

GAC AGA GAC TAT GGA ATA TTG AAC AAG GTG TTC CAT AAC ATA ACA GAC 1343 

Thr His Val Ala His His Leu Phe Ala Thr He Pro His Tyr Asn Ala 330 

ACA CAT GTG GCT CAT CAT CTC TTT GCA ACT ATA CCG CAT TAT AAC GCA 1391 

Met Glu Ala Thr Glu Ala He Lys Pro He Leu Gly Asp Tyr Tyr His 346 

ATG GAA GCT ACA GAG GCG ATA AAG CCA ATA CTT GGT GAT TAC TAC CAC 1439 

Phe Asp Gly Thr Pro Trp Tyr Val. Ala Met Tyr Arg Glu Ala Lys Glu 362 

TTC GAT GGA ACA CCG TGG TAT GTG GCC ATG TAT A6G GAA .GCA AAG GAG 1487 

Cys Leu Tyr Val Glu Pro Asp Thr Glu Arg Gly Lys Lys Gly Val Tyr 378 

TGT CTC TAT GTA GAA CCG GAT ACG GAA CGT GGG AAG AAA GGT GTC TAC 153S 

Tyr Tyr Asn Asn Lys Leu 384 
TAT TAC AAC AAT AAG TTA TGA GGC TGA TAG GGC GAG -AGA AGT GCA ATT 1583 

ATC AAT CTT CAT TTC CAT GTT TTA GGT GTC TTG TTT AAG AAG CTA TGC 1631 

TTT GTT TCA ATA ATC TCA GAG TCC ATN TAG TTG TGT TCT GGT GCA TTT 1679 

TGC CTA GTT ATG TGG TGT CGG AAG TTA GTG TTC AAA CTG CTT CCT GCT 1727 

GTG CTG CCC AGT GAA GAA CAA GTT TAC GTG TTT AAA ATA CTC GGA ACG 177S 

AAT TGA CCA CAA NAT ATC CAA AAC CGG CTA TCC GAA TTC CAT ATC CGA 1823 

AAA CCG GAT ATC CAA ATT TCC aGA GTA CTT AG 1855 
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10 20 30 40 SO 

LFFAH12 1 MGAGGRIM-- --VTPSSKKS --ETEALKRG PCEKPPFTVK DLKKAIPOHC 50 
FAH12 I MGGGGRMSTV ITSNNSEKK6 --GSSHURA PHTKPPFTLG OLKRAIPPHC 50 

ATFA02 1 MGAGGRMP-- --VPTSSKKS --ETDTTKRV PCEKPPFSVG DLKKAIPPHC 50 
eNFA02 1 MGAGGRMO-- --VSPPSKKS --ETONIKRV PCETPPFTVG ELKKAIPPHC 50 
GMFA02-1 1 MGU-KETTM GGR6RVAKVE VQGKKPLSRV PNTKPPFTVG OLKKAIPPHC SO 

GMFA02-2 1 MGA6GR TOVPPANRKS -EVOPUKRV PFEKPQFSLS QIKKAIPPHC 50 

ZMFA02 1 MGAG6RMTEK EREKQEQLAR ATGGAAMQRS PVEKPPFTL6 QIKKAIPPHC SO 

RCFAD2 1 50 

60 70 80 90 100 

LFFAH12 51 FKRSIPRSFS YLLTOITLVS CFYYVATNYF SLLPQPLSTY LAWPLYWVCQ 100 

FAH12 51 FERSFVRSFS YVAYDVCLSF IFYSIATNFF PYISSPLS-Y VAWLVYWLFQ 100 

ATFA02 51 FKRSIPRSFS YLISOIIIAS CFYYVATNYF SLLPQPLS-Y LAWPLYWACO 100 

BNFA02 SI FKRSIPRSFS KtlWOIIIAS CFYYVATTYF PLLPNPLS-Y FAWPLYWACO 100 

GMFA02-1 51 FQRSLLTSFS YVVYOLSFAF IFY-IATTYF HLLPQPFS-L lAWPIYMVLO 100 

GMFA02-2 51 FQRSVLRSFS YVVYOLTIAF CLYYVATHYF HLLPGPLS-F R6MAIYWAVQ 100 

ZMFA02 51 FEftSVLKSFS YVVHOLVIAA ALLYFALAII PALPSPLR-Y AAWPLYWIAO 100 

RCFAD2 51 100 

110 120 130 140 150 

LFFAH12 101 GCVLTGIWVI GHECGHHAFS OYQWVOOTVG FIFHSFLIVP YFSWKYSHRR ISO 

FAH12 101 GCIITGLWVI GHECGHHAFS EYOLAODIVG LIVHSALLVP YFSWKYSHRR ISO 

ATFA02 101 GCVLTGIWVI AHECGHHAFS OYOWLOOTVG HFHSFILVP YFSWKYSHRR ISO 

BNFAD2 101 GCVLTGVWVI AHECGHAAFS OYOWLOOTVG LIFHSFLLVP YFSWKYSHRR 150 

GMFAD2'1 101 GCLLTGVWVI AHECGHHAFS KYOWVOOVVG LTLHSTLLVP YFSWKISHRR 150 

GMFAD2'2 101 GCILTGVWVI AHECGHHAFS DYQLLOOIVG LILHSALLVP YFSWKYSHRR 150 

2MFAD2 101 G AFS 0YSLL0DVV6 LVLHSSLMVP YFSWKYSHRR 150 

RCFAD2 101 WVM AH0C6HHAFS OYQLLOOVVG LILHSCLLVP YFSWKHSHRR 150 

160 170 180 190 200 

LFFAH12 ISl HHSNNGSLEK DEVFVPPKKA AVKWYVKYL- NNPLGRILVL TVQFILGWPL 200 

FAH12 ISl HHSNIGSLER OEVFVPKSKS KISWYSKYS- NNPPGRVLTL AATLLL6WPL 200 

ATFAD2 151 HHSNTGSLER OEVFVPKQKS AIKWYGKYL- NNPLGRIMML TVQFVLGWPL 200 

BNFA02 151 HHSNTGSLER OEVFVPR-RS QTSSGTAST- STTFGRTVML TVQFTLGWPL 200 

GMFA02-1 151 HHSHTGSLDR OEVFVPKPKS KVAWFSKYL- NNPL6RAVSL LVTLTI6WPM 200 

GKFA02-2 ISl HHSNTGSLER OEVFVPKQKS CIKWYSKYL- NNPPGRVLTL AVTLTL6WPL 200 

2MFA02 151 HHSNTGSLER OEVFVPKKKE ALPWYTPYVY NNPV6RVVHI VVOLTLGWPL 200 

RCFA02 151 HHSNTGSLER DEVFVPKKKS SIRWYSKYL- NNPPGRIMTI AVTLSLGWPL 200 

210 220 230 240 250 

LFFAH12 201 YLAFNVSGRP YOG-FASHFF PHAPIFKORE RLQIYISDAG ILAVCYGLYR 250 
FAH12 201 YLAFNVSGRP YOR-FACHYD PYGPIFSERE RLOIYIAOLG IFATTFVLYQ 250 
ATFA02 201 YLAFNVSGRP YOG-FACHFF PNAPIYNORE RLQIYLSOAG 1LAVCF6LYR 250 
BHFA02 201 YLAFNVSGRP YOGGFACHFH PNAPIYNORE RLQIYISDAG ILAVCYGLLP 250 
6MFAD2-1 201 YLAFNVSGRP YDS-FASHYH PYAPIYSNRE RLLIYVSOVA LFSVTYSLYR 250 
GMFA02-2 201 YLALNVSGRP YOR-FACHYO PYGPIYSORE RLQIYISDAG VLAVVY6LFR 250 
2MFAD2 201 YLATNASGRP YPR-FACHFO PYGPIYNDRE RAQIFVSOAG VVAVAFGLYK 250 
RCFAD2 201 YLAFNVSGRP YOR-FACHYO PYGPIYNDRE RIEIFISOAG VLAVTFGLYO 250 
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260 270 280 290 300 

LFFAH12 251 VAASQGLTAH ICVYGVPLLI VNFFLVLVTF LOHTHPSLPH YOSTEWEWIR 300 

FAH12 251 ATMAKGLAWV MRIYGVPLLI VNCFLVMITY LQHTHPAIPR YGSSEWOWLR 300 

ATFA02 251 YA.AA0GMASM ICLY6VPLLI VNAFLVLITY LOHTHPSLPH YOSSEWOWLR 300 

BNFA02 251 YAAVQGVASM VCFLRVPLLI VNGFLVLITY LOHTHPSLPH YOSSEWOWLR 300 

GMFAD2-1 251 VATLKGLVWL LCVYGVPLLl VNGFLVTITY LOHTHFALPH YOSSEWOWLK 300 

GMFA02-2 251 LAMAKGLAWV VCVYGVPLLV VN6FLVLITF LQHTHPALPH YTSSEWOWLR 300 

ZMFA02 251 LAAAFGVWWV VRVYAVPLLl VNAWLVtlTY LOHTHPSLPH YOSSEWOWLR 300 

RCFAD2 251 LAIAK6LAWV VCVYGVPLLV VNSFLVLITF LQHTHPALPH YOSSEWOWLR 300 



310 320 330 340 350 

LFFAH12 301 GALVTVORDY 6ILNKVFHNI TOTHVAHHLF ATIPHYNAME ATEAIKPILG 350 

FAH12 301 GAMVTVDftOY GVLNKVFHNI AOTHVAHHLF ATVPHYKAME ATKAIKPIM6 350 

ATFA02 301 GALATVOROY 6ILNKVFHNI TOTHVAHHLF STMPHYNAME ATKAIKPILG 350 

BNFA02 301 GALATVOROY GILNQGFHNI TOTHEAHHLF STHPHYHAME ATKAIKPILG 350 

GMFA02-1 301 GALATMOftOY 6ILNKVFHHI TOTHVAHHLF STMPHYHAME ATNAIKPILG 350 

6MFA02-2 301 GALATVOROY GILNKVFHNI TOTHVAHHLF STHPHYHAME ATKAIKPILG 350 

ZMFA02 301 GAIATMOROY GILNRVFHNI TOTHVAHHLF STHPHYHAME ATKAIRPILG 350 

RCFA02 301 GALATVOROY GILNKVFHNI TOTQVAHHLF 350 

360 370 380 390 400 

LFFAH12 351 OYYHFOGTPW YVAMYREAKE CLYVEPOTER GKK6VYYYNN K-L 400 

•FAH12 351 EYYRYOGTPF YKALWREAKE CLFVEPOEGA PTQGVFWYRN KY- 400 

ATFA02 351 OYYQFOGTPW YVAMYREAKE CIYVEPOREG OKKGVYWYNN K-L 400 

BNFA02 351 EYYOFOGTPV VKAMWREAKE CIYVEPORQG EKKGVFWYNN KL* 400 

GMFA02-1 351 EYYQFOOTPF YKALWREARE CLYVEPDE6T SEKGVYWYRN KY- 400 

GMFA02-2 351 EYYRFOETPF VKAMWREARE CIYVEPOQST ESKGVFWYNN KL- ...... . 400 

ZMFA02 351 OYYHFOPTPV AKATWREAGE CIYVEPE-- DRK6VFWYNK KF* 400 
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Plasmld name: pSLJ44026 
Piasmid size: 25.70 kb 
Constructed by: Jonathon Jones 
Construction date: 1992 

Comments/Relerences: Transgenic Research t.265-297 (1992) 
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